FIGURE S1.-Comparison of the organization of the L. cuprina transformer gene and the transformer genes from three tephritid species. Exons (boxes) and introns (lines) are drawn to scale and lengths in base pairs are indicated. 5'UTR and 3'UTR are indicated by black boxes. The positions of predicted TRA/TRA2 binding sites are indicated are indicated by vertical red lines. In females, the red numbered exons are joined to produce a single transcript. Exons included in male-specific transcripts are indicated with blue boxes. Two male-specific transcripts were detected in L. cuprina; the predominant transcript contains both m1 and m2 sequences, the minor transcript includes only the m2 sequence. In C. capitata, two male-specific transcripts were reported; one includes m1, m2 and m4 the second contained m2, m3 and m4 sequences (PANE et al., 2002) . Two male-specific transcripts were reported for B. oleae (LAGOS et al., 2007) , one includes the m2, m3 and m4 sequences, the other had m1, m2, m3 and m4 sequences. In A. obliqua there are three female transcripts that differ in the length of 3'UTR, only one of which is shown (RUIZ et al., 2007) . There are five male-specific transcripts in A. obliqua; the first has m1, m2 and m3 sequences, the second has m1 and m3 sequences, the third has the m1 sequence, the fourth has m1, m2 and m3 sequences and includes the intron between m2 and m3 and the fifth transcript has part of m1 and the m3 sequences. 
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